After publication of the original article [1] , the authors noticed errors in Algorithm 2 and the caption of Table 4 . In Algorithm 2, the term "rank 1 (B l , i − 1) + 1" should be included on line 28 and not line 29. In addition, in the caption of Table 4 , the word "BV r " should be replaced by "B r " and the word "BV l " should be replaced by "B l ". The correct versions of Algorithm 2 and Table 4 are included in this erratum.
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Table 4 Breakdown of the space usage of the variants of Algorithm A4
The first column shows the algorithm used in the experiment (the k-mer size is 50). The second column specifies the different data structures used: wt-bwt stands for the wavelet tree of the BWT (including rank and select support), nodes stands for the array of nodes (the implicit graph representation), B r and B l are the bit vectors described in "Computation of right-maximal k-mers and node identifiers" section (including rank support), and wt-doc stands for the wavelet tree of the document array. The remaining columns show the memory usage in bytes per base pair and, in parentheses, their percentage 
